Here, we report 10 bacterial strains isolated from an abandoned coal mine in southeast Kansas to determine their potential for bioremediation through comparison of the genome sizes and distribution patterns of unique metabolic genes. The selected strains belong to the genera Arthrobacter, Jeotgalibacillus, Kocuria, Microbacterium, Pantoea, Rhodococcus, Vibrio, Brevibacterium, and Paenibacillus. 
F or over half a century, sizeable areas of land throughout the Midwest were mined for various underground resources, one of the most notable being coal. Once mined, the lands were left for years. Some areas were partially reclaimed following the Surface Mining Control and Reclamation Act of 1977. The major environmental pollutant that became established in those reclaimed as well as abandoned areas was acid mine drainage (AMD) (1) . Pyrite, which is usually found in anaerobic environments, is exposed to atmospheric oxygen and water after coal mines are abandoned, leading to the formation of sulfuric acid and iron. The iron precipitates at the shores and beds of mined land, and sulfuric acid runoff dissolves heavy metals into ground and surface water. Naturally occurring acidophilic bacteria in mined land can increase the oxidation rate of pyrite, while other microbes may offer a solution to the detrimental effects of AMD (2) . In the present study, whole-genome sequencing (WGS) analysis provided insight into the presence of genes related to stress, resistance, and metabolism. Thus, application of these isolates is not limited to restoration of AMD sites but also could be exploited for bioremediation of heavy metals and recalcitrant chemicals in contaminated sites.
Soil samples were collected from a depth of 5 cm at five specific sites in the partially reclaimed soil as well as from an AMD site. Up to 60 bacterial isolates were characterized using physiological and biochemical tests (3). Out of these, 10 strains were selected for WGS analysis based on their metabolic diversity. Selected pure cultures were grown overnight in tryptic soy broth (BD Difco, Franklin Lakes, NJ), and whole genomic DNA was isolated with a GenElute bacterial genomic DNA kit (Sigma-Aldrich Corporation, Natick, MA) following the manufacturer's protocol. Finally, a NanoDrop Lite (Thermo Fisher Scientific, Waltham, MA) analysis was performed on each isolated DNA for quantification and to ensure sample purity.
WGS was performed at the Hubbard Center for Genome Studies (University of New Hampshire, Durham, NH). A paired-end library was constructed using a Nextera DNA library preparation kit (Illumina, San Diego, CA) and sequenced with an Illumina HiSeq 2500 instrument to produce 250-bp paired-end reads. The total numbers of reads for all 10 strains are listed in Table 1 . FASTQ files were trimmed for Nextera adapters and low-quality bases using Trimmomatic version 0.32 (4) . For read trimming, trailing and leading bases were removed if the quality score was below 3. In addition, the reads were scanned using a 4-base sliding window and trimmed if the average quality dropped below 15. Trimmed sequencing reads were then assembled using the SPAdes pipeline version 3.5 (5) with default settings. QUAST version 4.6.0 (6) was used to assess the contiguity of the assemblies, and coverage statistics were calculated by mapping FASTQ reads to the assembled contigs with the Burrows-Wheeler Aligner MEM algorithm (BWA-MEM) with default settings. The assembled genomes were annotated via the NCBI Prokaryotic Genome Annotation Pipeline (PGAP) (7) , while the identity of these strains was determined by performing a BLASTn (8) search on 16S rRNA and translation initiation factor-2 (IF-2) gene sequences. The assembly metrics and annotated features are given in Table 1 .
Data availability. The draft genome sequences of these environmental strains, as well as the accession numbers for both the assembly and raw reads, are available at DDBJ/ENA/GenBank under the BioProject number PRJNA523266, and the described accession numbers are listed in Table 1 .
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